Two Gram-stain-positive, non-motile, non-spore-forming cocci (strains T and MPA-33 T ) were isolated from poultry houses. Strain T was isolated on marine broth agar from coquina, a food supplement for female ducks used in a duck-fattening farm. Strain MPA-33 T was isolated from the air of a turkey house on TSA after filter sampling. On the basis of 16S rRNA gene sequence similarity studies, both strains were shown to belong to the genus Jeotgalicoccus; The genus Jeotgalicoccus is phylogenetically closely related to the genus Salinicoccus and to other coccus-shaped, catalase-positive organisms such as the members of the
The genus Jeotgalicoccus was proposed by Yoon et al. (2003) to accommodate Gram-positive, non-motile, catalase-and oxidase-positive, coccus-shaped organisms. Two species of the genus, Jeotgalicoccus halotolerans and Jeotgalicoccus psychrophilus, were isolated from a traditional Korean fermented seafood called jeotgal (Yoon et al., 2003) . Later, Hoyles et al. (2004) isolated a third species, Jeotgalicoccus pinnipedialis, from a southern elephant seal. Jeotgalicoccus marinus was described by Chen et al. (2009) and was isolated from a sea urchin, and Guo et al. (2010) isolated Jeotgalicoccus huakuii from a seaside soil in China.
Generally, it can be assumed that Jeotgalicoccus strains are widely distributed. For example, Gill et al. (2006) showed Jeotgalicoccus strains as an inhabitant of the bovine teat canal. Di Giacomo et al. (2007) isolated a strain closely related to J. halotolerans during their analyses of microbial community structure in a dark fire-cured tobacco fermentation in Italy. Watanabe et al. (2008) recorded, by molecular analyses of the bacterial community in fed-batch composting reactors, that 50 % of the sequences in a clone library could be assigned to J. pinnipedialis. By a cultivation approach, Oppong et al. (2006) showed J. psychrophilus to be a bacterial contaminant of fresh hides, and Callon et al. (2007) found J. psychrophilus during microbial community analyses of goat's milk.
The genus Jeotgalicoccus is phylogenetically closely related to the genus Salinicoccus and to other coccus-shaped, catalase-positive organisms such as the members of the The GenBank/EMBL/DDBJ accession numbers for the 16S rRNA gene sequences of strains T and MPA-33 T are GU295938 and GU295939.
genera Macrococcus and Nosocomiicoccus in the family Staphylococcaceae. However, Jeotgalicoccus represents a separate phylogenetic lineage (Yoon et al., 2003) . The species of the genus Jeotgalicoccus are characterized by having menaquinone MK-7 as the predominant isoprenoid quinone, a cell-wall peptidoglycan of the A3a type based on L-Lys-L-Gly 3-4 -L-Ala(Gly) and DNA G+C contents of 36-42 mol% (Yoon et al., 2003; Hoyles et al., 2004; Chen et al., 2009; Guo et al., 2010) .
The polyphasic taxonomic study reported here revealed that strains MK-7
T and MPA-33 T , isolated from environments associated with the poultry-fattening industry, represent two novel species of the genus Jeotgalicoccus.
Strain MK-7
T was isolated from coquina, a food supplement for female ducks used in a duck-fattening farm. Initially, bacteria were detached from coquina by shaking 0.5 g coquina in 10 ml sterile isotonic NaCl solution. A serial dilution in cell-free isotonic NaCl up to 10 210 followed, and marine broth agar (Becton Dickinson) and tryptone soy agar (TSA; Becton Dickinson) were inoculated with 0.1 ml of each dilution in triplicate (incubated at 26 and 37 u C). Strain T grew aerobically at 37 u C on marine broth agar and was isolated from a plate inoculated with fluid from the first decimal dilution. Presumptive counts (i.e. enumeration of colonies with the same appearance at one dilution) found T to be present at~2610 3 c.f.u. (g coquina)
21
.
Strain MPA-33 T was isolated from bioaerosol samples obtained from a turkey house. Bioaerosol samples were collected according to VDI 4252-Blatt 2 by filtering 500 l turkey house air on gelatin filters at a rate of 30 l min 21 . Subsequently, filters were dissolved and the samples were serially diluted in isotonic NaCl. For cultivation, TSA plates were inoculated with 0.1 ml of each dilution in triplicate. Strain T was isolated from a plate inoculated with fluid from the second decimal dilution and incubated at 37 u C. Presumptive counts found T to be present at~10 4 c.f.u. (m 3 air)
Morphological properties, Gram-staining and cell morphology were observed by phase-contrast microscopy as described by Kämpfer & Kroppenstedt (2004) . The 16S rRNA gene sequence was analysed as described previously (Kämpfer et al., 2003) . Multiple sequence alignment and analysis of the data were performed using the software package MEGA version 4 (Tamura et al., 2007) . For phylogenetic analyses, genetic distances were calculated using the Kimura-2 correction model and phylogenetic trees were constructed using the neighbour-joining ( Fig. 1 ) and maximum-likelihood ( Supplementary Fig. S1 , available in IJSEM Online) methods. Pruesse et al., 2007) . The maximumlikelihood tree was reconstructed with fastDNAml (Olsen et al., 1994) without filters. Similar results were obtained with the neighbour-joining and maximum-likelihood methods ( Fig. 1 and Supplementary Fig. S1 ).
Characteristic nucleotide signatures (Alves et al., 2008) at positions 418-419 and 1270-1273 described for J. halotolerans and J. psychrophilus were identical in the 16S rRNA gene sequences of strains T and MK-7 T . Additionally, T contains signatures at positions 193-194.
For quinone and polar lipid analyses, cells were grown in PYE medium (Busse et al., 2005) . Quinone and polar lipid extraction and analyses were carried out as described by Tindall (1990a, b) and Altenburger et al. (1996) . The HPLC equipment was described by Stolz et al. (2007) . Analysis of the quinones revealed equal amounts of MK-7 and MK-6 in strain MK-7 T whereas, in MPA-33 T , MK-7 (76 %) was predominant and MK-6 (24 %) was found in moderate amounts. These quinone systems are similar to those reported for J. halotolerans, J. psychrophilus, J. pinnipedialis and J. marinus (Hoyles et al., 2004; Chen et al., 2009; Yoon et al., 2003) In contrast, MK-7 was described as the sole quinone of J. huakuii (Guo et al., 2010) . The polar lipid profile of strain MK-7 T ( Supplementary Fig. S2a ) consisted of the major compounds diphosphatidylglycerol and phosphatidylglycerol and seven unidentified lipids, not stainable with any of the specific spray reagents applied, present in minor to moderate amounts. Diphosphatidylglycerol was the major compound in strain MPA-33 T , and phosphatidylglycerol and an unidentified phospholipid (PL1) were detected in moderate amounts. In addition, four unidentified polar lipids were detected ( Supplementary Fig. S2b ). These data suggest that the two isolates can be distinguished from each other based on the relative amount of phosphatidylglycerol and the absence/presence of the unidentified phospholipid PL1 and lipids L1, L2, L5 and L7. Polar lipids of J. halotolerans DSM 17274 T and J. pinnipedialis CCUG 42722 T were also analysed. Both J. halotolerans DSM 17274 T ( Supplementary  Fig. S2c ) and J. pinnipedialis CCUG 42722 T ( Supplementary  Fig. S2d ) showed polar lipid profiles in which diphosphatidylglycerol and phosphatidylglycerol predominated and several unidentified lipids were also detected. (Hoyles et al., 2004) could not be confirmed, but other characteristics were in agreement with data from this report. Also, the two unidentified phospholipids reported for J. halotolerans could not be detected. These differences might result from different cultivation conditions during the production of biomass, but the reported presence of phosphatidylinositol is surprising, since this lipid is more common in actinobacteria.
Fatty acid analysis was performed according to Kämpfer & Kroppenstedt (1996) . The fatty acid profiles of strains MK-7
T and MPA-33 T were similar to those obtained from strains of closely related Jeotgalicoccus species (Table 1) . The major fatty acids detected in strains MK-7
T and MPA-33 T were iso-15 : 0 and anteiso-15 : 0.
The results of comparative physiological characterization, using identical test conditions throughout, are given in Table 2 and the species descriptions, obtained using methods described previously (Kämpfer, 1990; Kämpfer et al., 1991 T were respectively 17.1, 21.2 and 13.5 %. The two strains showed 54.4 % DNA-DNA relatedness to each other.
The observed phenotypic differences and the genotypic differences in 16S rRNA gene sequences and DNA-DNA pairing clearly warrant the creation of two separate species to accommodate strains MK-7
T and MPA-33 T . Guo et al., 2010) . Data were obtained in this study unless indicated. Values are percentages of total fatty acids. J. marinus JSM 076033 T also contained 9.7 % summed feature 4 (iso-17 : 1 I and/or anteiso-17 : 1 B) (Chen et al., 2009 
